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Additional file 9. Amino acid sequence alignment of the leucine zipper region of 585 legume bZIP proteins. The legume bZIP proteins are categorized into 44 sub-families (BZ1-BZ44) with similar predicted dimerization properties. The leucine zipper region is divided into heptads (gabcdef) from L0 to L9 to visualize the potential g↔eʹ pairs. Four colours are used to differentiate between different g↔eʹ pairs. Attractive basic-acidic pairs (R↔E, K↔E, R↔D and K↔D) are colored orange, attractive acidic-basic pairs (E↔R, E↔K, D↔R, and D↔K) are blue, repulsive basic pairs (K↔K, R↔K, R↔R, Q↔K, R↔Q, and K↔Q) are pink and repulsive acidic pairs (E↔E, E↔D, E↔Q, D↔E, and Q↔E) are green. If single amino acid at the positions e or g is charged, the residue is coloured pink for basic amino acid and green for acidic amino acid. If the a or d position is charged, it is coloured brown. Asparagines at a position are colored red. The prolines and glycines are bold to indicate a potential break in the α-helix. The predicted C-terminal boundary is denoted by the symbol #, other than the natural terminals which are indicated by the symbol *. 
